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Supplemental Figure 1. NAD docked to representatives of the novel ART families. A. Crystallographic structures showing the greatest structural similarity (according to the DALI server) to the AlphaFold model for the novel ART domains, colouring by secondary structures; B. Structure models for novel ART families with docked NAD, superposed on structures of closest PDB matches (A), colouring by secondary structures; C. As in (B) – surface, colouring by sequence conservation in families: magenta – the highest conservation in family, blue – poor conservation, grey – no data; D. As in (C), close-up views of the NAD docking sites.

Supplemental Figure 2. Zooming in on the site of the NAD-binding pockets predicted by docking – proteins in colouring by conservation in the protein family. Active site signatures shown as sticks A. DUF2971 (representative sequence KTD32344), B. DUF4291 (MBA2747162), C. Lani_1641 (WP_019232367), D. Lmac_3114 (WP_058453766), E. Lsan_0116 (KTD69838), F. Lsan_2474 (WP_058514560). Colouring by sequence conservation in families: magenta the highest conservation in family MSA, blue – poor conservation, grey – no data.
